Mosclust: a software library for discovering significant structures in bio-molecular data.
The R package mosclust (model order selection for clustering problems) implements algorithms based on the concept of stability for discovering significant structures in bio-molecular data. The software library provides stability indices obtained through different data perturbations methods (resampling, random projections, noise injection), as well as statistical tests to assess the significance of multi-level structures singled out from the data. http://homes.dsi.unimi.it/~valenti/SW/mosclust/download/mosclust_1.0.tar.gz. http://homes.dsi.unimi.it/~valenti/SW/mosclust.